Yin et al. (Bioscience Reports (2019) 39, BSR20180923) recently published a meta-analysis about the association between the K469E (rs5498) polymorphism and risk of coronary heart disease (CHD). Authors included 14 studies based on their inclusion criteria. They indicated that only studies which their genotyping data were in Hardy-Weinberg equilibrium (HWE) were included in their meta-analysis. They also tested HWE for these studies and found all the control groups in HWE. As their main finding, they concluded that 'K469E polymorphism is associated with CHD risk and the K allele is a more significant risk factor for developing CHD amongst Chinese and Caucasians populations'. However, there seems to be presenting some mistakes in HWE test which strongly affects included studies and the final conclusion. Here we aim to comment on the issue.
Dear Editor, Unfortunately, based on our analysis, contrary to meta-analysis by Yin et al. [1] , studies they included in their meta-analysis were not in Hardy-Weinberg equilibrium (HWE), and many included articles (seven articles) show deviation from HWE, even after adjustment. It seems that authors made some mistake in calculating HWE. In Table 1 we showed P-values for HWE test and ineligible studies, based on 'HardyWeinberg' package in R programming language (https://cran.rproject.org/web/ packages/HardyWeinberg/HardyWeinberg.pdf). Our results were double checked with STATA (genhwi form of genhw, https://www.stata.com/users/mcleves/genhw/genhw.hlp), and also manually. In manual method, P-value of HWE test was calculated based on four following steps. (i) We calculated allele frequencies in control group: K = [(2 × KK) + KE]/(2 × total), so E should be E = 1 − K. (ii) We calculated expected genotypes based on allele frequencies: Table 2 and step (iv) in Table 3 ). Also regarding the study by Sarecka-Hujar et al. [2] , the genotyping data were not correctly included in Table 1 of their meta-analysis, GG(EE) and AA(KK) genotypes and allele frequencies were displaced in both case and control groups. Correct data are shown in Table 1 . Also, they [2] indicate that 'the distribution of ICAM1 genotypes was not compatible with HWE' which clearly violates inclusion criteria (iv) in Yin et al. [1] meta-analysis.
After deleting studies with deviation from HWE and meta-analysis of included articles, we found completely different results. Genotyping data related to seven finally included articles [2] [3] [4] [5] [6] [7] [8] , involving 1582 coronary heart disease (CHD) cases and 1715 controls, are shown in Table 1 (shown in bold and black color), and meta-analysis results based on five different genetics models are presented in Table 4 and Figure  1 . According to our observation, we did not find a significant result in different and overall ethnicity in any genetic model. Finally, in contrast with Yin et al. [1] study and based on meta-analysis of studies 
